The complete mitochondrial genome of Micrura ignea Schwartz & Norenburg 2005 (Nemertea: Heteronemertea) and comparative analysis with other nemertean mitogenomes.
We sequenced the complete mitochondrial genome of the Heteronemertea species, Micrura ignea. The genome was amplified with a combination of short and long PCRs that were subjected to 454 sequencing. The mitogenome of M. ignea is a circular molecule of 15,333bp in size and encodes the 37 genes typically found in metazoans, and one non-coding region. The order of the genes is the same as for all the other Heteronemerteans. All genes are encoded on the heavy strand except trnT and trnP. The phylogenetic analyses recovered M. ignea as a basal taxon in the Lineidae family, no differences were found in the topology of the phylogenetic trees in comparison with previous studies.